Figure legends
Figure S1. Phylogenetic tree of HIV-1 LTR sequences. Phylogenetic analysis was performed based on HIV-1 LTR nucleotide sequences from the HIV database. The phylogenetic tree was performed by the neighbor-joining method with MEGA version 5 software, and the reliabilities indicated at the branch nodes were evaluated using 500 bootstrap replications. Each isolate was specified with HIV database accession number, strain name, isolation place, isolation year, and sub genotype. 
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